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1 ccaagcttggtacccccggg. 



Search time 689 Seconds 
(without alignments) 
10767.603 Million cell updates/sec 



. gcatgcnntagagggcccta 4534 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 



2405568 



Minimum DB seq length: 
Maximum DB seq length: 



Post-processing: 



2000000000 



Database 



: Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Issued_Patents_NA:* 

1: /cgn2_6/ptodata/l/i na/5A_COMB . seq : * 

2 : /cgn2_6/ptodata/l/i na/5B_COMB . seq : * 

3 : /cgn2_6/ptodata/l/i na/6A_COMB . seq : * 

4 : /cgn2_6/ptodata/l/i na/6B_COMB . seq : * 

5 : /cgn2_6/ptodata/l/i na/PCTUS_COMB . seq : * 

6 : /cgn2_6/ptodata/l/i na/backf i 1 esl. seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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RESULT 8 
US-09-849-602-4 

Sequence 4, Application US/09849602 
Patent No. 6794501 
GENERAL INFORMATION: 
APPLICANT: scanlan, Matthew 3. 
APPLICANT: old, Lloyd J. 
APPLICANT: stockert, Elisabeth 
APPLICANT: Chen, Yao-Tseng 

TITLE OF INVENTION: Colon Cancer Antigen Panel 
FILE REFERENCE: L0461/7105CJRV) 
CURRENT APPLICATION NUMBER: US/09/849 , 602 
CURRENT FILING DATE: 2001-05-04 
NUMBER OF SEQ ID NOS: 30 

SOFTWARE: Patentln version 3.0 

SEQ ID NO 4 
LENGTH: 3876 
TYPE: DNA 

ORGANISM: Homo sapien 
US-09-849-602-4 

Query Match 15.8%; Score 715.4; DB 4; 

Best Local similarity 56.9%; Pred. No. le-190; 
Matches 1458; conservative 0; Mismatches 1006; 



Length 3876; 
indels 99; Gaps 



Qy 

Db 

QY 
Db 



4; 
678 



6 19 ATGTTTGACTACCTGGAGTGTGAACTCAACCTCTTCCAAACAGTATTCAACTCCCTGGAC 

Illlllll III MM Mill II II II I II MM III II II 

1 ATGTTTGATTACATGGATTGTGAGCTGAAGCTTTCTGAATCAGTTTTCCGACAGCTCAAC 60 
679 ATGTCCCGCTCTGTGTCCGTGACGGCAGCAGGGCAGTGCCGCCTCGCCCCGCTGATCCAG 738 

I I II I I II III II I I MM I M 1 1 1 1 1 1 1 1 Mill II IIIIM 

61 ACGGCCATCGCCGTATCCCAGATGTCCTCAGGCCAGTGCCGCCTGGCCCCCCTCATCCAG 120 
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GTCATCTTGGACTGCAGCCACCTTTATGACTACACTGTCAAGCTTCTCTTCAAACTCCAC 798 

llllll I II I I I II I I lil I II MINI MINIM II Mill II III 

GTCATCCAGGACTGCAGCCACCTCTACCACTACACGGTCAAGCTCCTGTTCAAGCTACAC 180 
TCCTGCCTCCCAGCTGACACCCTGCAAGGCCACCGGGACCGCTTCATGGAGCAGTTTACA 858 

II II Mill II MIIIIMMIMIMM M I I 1 1 I III MINIMI 

TCTTGTCTCCCTGCGGACACCCTGCAAGGCCACAGGGACCGGTTCCACGAGCAGTTTCAC 2 40 
AAGTTGAAAGATCTGTTCTACCGCTCCAGCAACCTGCAGTACTTCAAGCGGCTCATTCAG 9 18 

I II I I III I I II I II III ! I Ml I I I II I N I II I III 

AGCCTCAGGAACTTCTTCCGCAGAGCCTCCGACATGCTGTACTTCAAGCGGCTCATCCAG 300 

ATCCCCCAGCTGCCTGAGAACCCACCCAACTTCCTGCGAGCCTCAGCCCTGTCAGAACAT 978 

lllllll llllll III II II NINIINN NIMIIIIIII I II II 
ATCCCCCGGCTGCCCGAGGGACCCCCTAACTTCCTGCGGGCCTCAGCCCTGGCTGAGCAC 360 

ATCAGCCCTGTGGTGGTGATCCCTGCAGAGGCCTCATCCCCCGACAGCGAGCCAGTCCTA 10 3 8 

Nil II I lllllll I INN I llllll I I II 

ATCAAGCCGGTGGTGGTGATCCCCGAGGAGGCCCC GGAAGATGAG 405 

G AGAAGGATGACCTCATGGACATGGATGCCTCTCAGCAGAATTTATTTGACAACAAGTTT 1098 

III III I INN lllllll II 

GAGCCGGAGAATCTCATTGAGATCAGCACAGGGCCCCCCGCGGGGGAGCCAGTGGTGGTG 465 
GATGACATCTTTGGCAGTTCATTCAGCAGTGATCCCTTCAATTTCAACAGTCAAAATGGT 1158 

I INI INI I I II I I INN 

GCTGACCTCTTCGATCAGACGTTTGG ACCCCCCAATGGG 504 

GTGAACAAGGATGAGAAGGACCACTTAATTGAGCGACTATACAGAGAGATCAGTGGATTG 12 18 

INN II I INN I llllll I I I llllll I I 

TCTGTGAAGGACGACAGGGACCTCCAGATTGAGAGCTTGAAGAGAGAGGTGGAAATGCTC 564 

AAGGCACAGCTAGAAAACATGAAGACTGAGAGCCAGCGGGTTGTGCTGCAGCTGAAGGGC 1278 

I I II II II II III III lllllll I II II llllll II 

CGCTCTGAACTGGAGAAGATCAAGCTGGAGGCCCAGCGGTACATCGCGCAGCTGAAGAGC 624 

CACGTCAGCGAGCTGGAAGCAGATCTGGCCGAGCAGCAGCACCTGCGGCAGCAGGCGGCC 1338 

II II I I INN I II INI lllllll I I I I INI INI 

CAGGTGAATGCACTGGAGGGTGAGCTGGAGGAGCAGCGGAAGCAGAAGCAGAAGGCCCTG 684 
GACGACTGTGAATTCCTGCGGGCAGAACTGGACGAGCTCAGGAGGCAGCGGGAGGACACC 1398 

I II III II II II INI I INI III I I III I 

GTGGATAATGAGCAGCTCCGCCACGAGCTGGCCCAGCTGAGGGCTGCCCAGCTGGAGGGC 744 
GAG AAGGCTCAGCGGAGCCTGTCTGAGATAGAAAGGAAAGCTCAAGCCAATGAACAGCGA 1458 

III I III I I III II INN II INI II III 

GAGCGGAGCCAGGGCCTGCGTGAGGAGGCTGAGAGGAAGGCCAGTGCCACGGAGGCGCGC 804 
TATAGCAAGCTAAAGGAGAAGTACAGCGAGCTGGTTCAGAACCACGCTGACCTGCTGCGG 1518 

II I llllll INN III INI INN II II INN II INN I 

TACAACAAGCTGAAGG AAAAGCACAGTGAGCTCGTCCATGTGCACGCGGAGCTGCTCAGA 864 
AAGAATGCAGAGGTGACCAAACAGGTGTCCATGGCCAGACAAGCCCAGGTAGATTTGGAA 1578 

INN II II INI III II I Ml III INN II III 

AAGAACGCGGACACAGCCAAGCAGCTGACGGTGACGCAGCAAAGCCAGGAGGAGGTGGCG 924 
CGAGAGAAAAAAGAGCTGGAGGATTCGTTGGAGCGCATCAGTGACCAGGGCCAGCGGAAG 16 3 8 

II I III I llllll I llllll II II II INI 

CGGGTGAAGGAGCAGCTGGCCTTCCAGGTGGAGCAGGTGAAGCGGGAGTCGGAGTTGAAG 984 
ACTCAAGAACAGCTGGAAGTTCTAGAGAGCTTGAAGCAGGAACTTGCCACAAGCCAACGG 1698 

I II II II II INI I III III II I II I 
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Db 985 CTAGAGGAGAAGAGCGACCAGCTGGAGAAGCTCAAGAGGGAGCTGGAGGCCAAGGCCGGA 1044 

QV 1699 GAGCTTCAGGTTCTGCAAGGCAGCCTGGAAACTTCTGCCCAGTCAGAAGCAAACTGGGCA 1758 

him mi i mi i i mi ill i 

Db 1045 GAGCTGGCCCGCGCGCAGGAGGCCCTGAGCCACACAGAGCAGAGCAAGTCGGAGCTGAGC 1104 

QV 1759 GCCGAGTTCGCCGAGCTAGAGAAGGAGCGGGACAGCCTGGTGAGTGGCGCAGCTCATAGG 1818 

I I I I I III MM III III III II II 

Db 1105 TCACGGCTGGACACGCTGAGTGCGGAGAAGGATGCTCTGAGTGGAGCTGTGCGGCAGCGG 1164 

QV 1819 GAGGAGGAATTATCTGCTCTTCGGAAAGAACTGCAGGACACTCAGCTCAAACTGGCCAGC 1878 

MM II I II I II III II II II III I I 

Db 1165 GAGGCAGACCTGCTGGCGGCGCAGAGCCTGGTGCGCGAGACAGAGGCGGCGCTGAGCCGG 1224. 

Qy 1879 ACAGAG GAATCTATGTGCCAGCTTGCCAAAGACCAA 1914 

II II I I III III II I I 

Db 1225 GAGCAGCAGCGCAGCTCCCAGGAGCAGGGCGAGTTGCAGGGCCGGCTGGCAGAGAGGGAG 1284 

Qy 1915 CGAAAAATGCTTCTGGTGGGGTCCAGGAAGGCTGCGGAGCAG 1956 

I II I II II III I I llllll 
Db 1285 TCTCAGGAGCAGGGGCTGCGGCAGAGGCTGCTGGACGAGCAGTTCGCAGTGTTGCGGGGC 1344 

Qy 1957 GTGATACAAGACGCCCTGAACCAGCTTGAAGAACCTCCT 1995 

I I II II III III I MM II II II I 

Db 1345 GCTGCTGCCGAGGCCGCGGGCATCCTGCAGGATGCCGTGAGCAAGCTGGACGACCCCCTG 1404 

Qy 1996 CTCATCAGCTGCGCTGGGTCTGCAGATCACCTCCTCTCCACGGTCACATCCATTTCCAGC 2055 

III MM I I II MM MM I II II I I 

Db 1405 CACCTGCGCTGTACCAGCTCCCCAGACTACCTGGTGAGCAGGGCCCAGGAGGCCTTGGAT 1464 

Qy 2056 TGCATCGAGCAACTGGAGAAAAGCTGGAGCCAGTATCTGGCCTGCCCAGAAGACATCAGT 2115 

I I llllll I II llllll III III I I MM I 

Db 1465 GCCGTGAGCACCCTGGAGGAGGGCCACGCCCAGTACCTGACCTCCTTGGCAGACGCCTCC 1524 

Qy 2116 GGACTTCTCCATTCCATAACCCTGCTGGCCCACTTGACCAGCGACGCCATTGCTCATGGT 2175 

I II I I Mill l llllllll II MM MM 

Db 1525 GCCCTGGTGGCAGCTCTGACCCGCTTCTCCCACCTGGCTGCGGATACCATCATCAATGGC 1584 

Qy 2176 GCCACCACCTGCCTCAGAGCCCCACCTGAGCCTGCCGACTCACTGACCGAGGCCTGTAAG 2235 

I llllll II II II I II lllllllll II I II MM I I 

Db 1585 GGTGCCACCTCGCACCTGGCTCCCACCGACCCTGCCGACCGCCTCATAGACACCTGCAGG 1644 

Qy 2236 CAGTATGGCAGGGAAACCCTCGCCTACCTGGCCTCCCTGGAGGAAGAGGGAAGCCTTGAG 2295 

Ml II I II I I III III MM II II I 

Db 1645 GAGTGCGGGGCCCGGGCTCTGGAGCTCATGGGGCAGCTGCAGGACCAGCAGGCTCTGCGG 1704 

Qy 2296 AATGCCGACAGCACAGCCATGAGGAACTGCCTGAGCAAGATCAAGGCCATCGGCGAGGAG 2355 

I I II II III MM III I III MM 

Db 1705 CACATGCAGGCCAGCCTGGTGCGGACACCCCTGCAGGGCATCCTTCAGCTGGGCCAGGAA 1764 

Qy 2356 CTCCTGCCCAGGGGACTGGACATCAAGCAGGAGGAGCTGGGGGACCTGGTGGACAAGGAG 2415 

II II I I I I II II I II II II II II I II II I I I I II I II II II II I 

Db 1765 CTGAAACCCAAGAGCCTAGATGTGCGGCAGGAGGAGCTGGGGGCCGTGGTCGACAAGGAG 1824 

Qy 2416 ATGGCGGCCACTTCAGCTGCTATTGAAACTGCCACGGCCAGAATAGAGGAGATGCTCAGC 2475 

1 1 1 1 1 1 1 1 1 1 1 II II II llllll III I II II Mill III I I I 

Db 1825 ATGGCGGCCACATCCGCAGCCATTGAAGATGCTGTGCGGAGGATTGAGGACATGATGAAC 1884 

Qy 2476 AAATCCCGAGCAGGAGACACAGGAGTCAAATTGGAGGTGAATGAAAGGATCCTTGGTTGC 2535 

I III I I I II II II ill I III I II II llllll II II 

Db 1885 CAGGCACGCCACGCCAGCTCGGGGGTGAAGCTGGAGGTGAACGAGAGGATCCTCAACTCC 1944 

Qy 2536 TGTACCAGCCTCATGCAAGCTATTCAGGTGCTCATCGTGGCCTCTAAGGACCTCCAGAGA 2595 
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II II III III I Mill I I I II I I I II I lllllll 

TGCACAGACCTGATGAAGGCTATCCGGCTCCTGGTGACGACATCCACTAGCCTGCAGAAG 2004 
GAGATTGTGGAGAGCGGCAGGGGTACAGCATCCCCTAAAGAGTTTTATGCCAAGAACTCT 2655 

Mill 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 MM II III Mill 1 1 1 1 1 1 1 1 1 1 1 

GAGATCGTGGAGAGCGGCAGGGGGGCAGCCACGCAGCAGGAATTTTACGCCAAGAACTCG 2064 
CGATGGACAGAAGGACTTATCTCAGCCTCCAAGGCTGTGGGCTGGGGAGCCACTGTCATG 2715 

II Mill Mill II Mill t II 1 1 1 1 1 1 1 1 I I II I ! I M I I I I I M I I II 

CGCTGGACCGAAGGCCTCATCTCGGCCTCCAAGGCTGTGGGCTGGGGAGCCACACAGCTG 2124 
GTGGATGCAGCTGATCTGGTGGTACAAGGCAGAGGGAAATTTGAGGAGCTAATGGTGTGT 2775 

Mill llllllll llllll I II II II I MINIM II II II 

GTGGAGGCAGCTGACAAGGTGGTGCTTCACACGGGCAAGTATGAGGAGCTCATCGTCTGC 2 184 
TCTCATGAAATTGCTGCTAGCACAGCCCAGCTTGTGGCTGCATCCAAGGTGAAAGCTGAT 2835 

II M II II M II Mill MM III I Mill II III llllllll II I 

TCCCACGAGATCGCAGCCAGCACGGCCCAGCTGGTGGCGGCCTCCAAGGTGAAGGCCAAC 2244 
AAGGACAGCCCCAACCTAGCCCAGCTGCAGCAGGCCTCTCGGGGAGTGAACCAGGCCACT 2895 

III llllllll MM II llllll I Mill III II II II 



III II Mill III MM llllll Mill II II I Mill MM 

GCCAATGTGGTGGCCTCCACCAAGTCAGGCCAGGAGCAGATTGAGGACAGAGACACCATG 2364 
GACTTCTCAAGCATGACGCTGACACAGATCAAACGCCAAGAGATGGATTCTCAGGTTAGG 3015 

II Mill II II I II I II I II II llllllll I Mill I 

GATTTCTCCGGCCTGTCCCTCATCAAGCTGAAGAAGCAGGAGATGGAGACGCAGGTGCGT 2424 
GTGCTAGAGCTAGAAAATGAATTGCAGAAGGAGCGTCAAAAACTGGGAGAGCTTCGGAAA 3075 

II II Mill II II II II II II Mill Ml I Mill 

GTCCTGGAGCTGGAGAAGACGCTGGAGGCTGAACGCATGCGGCTGGGGGAGTTGCGGAAG 2484 
AAGCACTACGAGCTTGCTGGTGTTGCTGAGGGCTGGGAAGAAG 3 118 

I lllllll III Mill I II II I III I 

CAACACTACGTGCTGGCTGGGGCATCAGGCAGCCCTGGAGAGG 2527 
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